. Distribution of the variant allele fractions over the CCH samples (n = 33). Y-axis shows the number of samples with the respective VAF. In five CCH samples, the VAF is below 0.001, which is regarded as background noise. Input % mutant alleles, different allele fractions were produced via the mixture of tumor DNA heterozygous for a GNAQ c.626A>T mutation with normal DNA. The mean VAF is given as calculated from duplicate and triplicate measurements which were performed for VAF > 0.5 and <0.5, respectively. Table S1 . Oligonucleotides for targeted amplification and deep amplicon sequencing on Illumina MiSeq used in first and second round PCR. Target specific sequence is given in small letters, Tag sequences are indicated in italic and Identifiers (ID) are given in bold. Platform (Illumina) specific adapter sequence is given in normal letters. For multiplex sequencing runs various ID sequences are used. 
